primer design may be used for NGS sequencing, as previously described for Zika virus 8 0 (5), or capillary sequencing as we performed in this study. Primer sequences and the 8 1 details for the RT-PCR scheme used for entire genome amplification and nucleotide 8 2 sequencing are in the supplemental files 1 and 2 of this manuscript.
3
Briefly, four overlapping amplicons encompassing the entire measles genome were 8 4 generated using Superscript IV One-Step RT-PCR System (ThermoFisher Scientific).
5
Amplicons were precipitated with molecular biology grade PEG8000 and used as a probability (1.0) (Figure) .
2 7
Surprisingly, we did not find any measles complete genome record from Latin 1 2 8
America on the public databases including GenBank, Virus Pathogen Resource (ViPR -1 2 9
www.viprbrc.org), and MeaNS. This fact hindered a more detailed analysis of the 1 3 0 complete genome reported in this study in the context of the local transmission, 1 3 1 strengthening the necessity of sequencing more fully genomes from this region. 
